Key indicators: single-crystal X-ray study; T = 120 K; mean (C-C) = 0.003 Å; R factor = 0.050; wR factor = 0.134; data-to-parameter ratio = 16.1.
In the title cocrystal, C 6 H 9 N 3 O 2 ÁC 7 H 7 NO 2 , the asymmetric unit contains two crystallographically independent 2-amino-4,6-dimethoxy pyrimidine-anthranilic acid adducts. The 2-amino-4,6-dimethoxy pyrimidine molecules interact with the carboxylic group of the respective anthranilic acid molecules through N-HÁ Á ÁO and O-HÁ Á ÁN hydrogen bonds, forming a cyclic hydrogen-bonded motif R 2 2 (8). The pyrimidine molecules also form base pairs via a pair of N-HÁ Á ÁN hydrogen bonds, forming another R 2 2 (8) motif. The typical intramolecular N-HÁ Á ÁO hydrogen bond is observed in the anthranilic acid molecules. Furthermore, the crystal structure is stabilized by C-HÁ Á ÁO hydrogen bonds.
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Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 2; Ày þ 1; Àz; (ii) Àx þ 3; Ày þ 1; Àz þ 1; (iii) Àx þ 1; Ày þ 3; Àz; (iv) Àx þ 2; Ày þ 2; Àz þ 1.
D-HÁ
Data collection: COLLECT (Hooft, 1998 ); cell refinement: DENZO (Otwinowski & Minor, 1997) and COLLECT; data reduction: DENZO and COLLECT; program(s) used to solve structure: SHELXS97 (Sheldrick, 1997); program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication: PLATON.
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Hydrogen-bonding patterns in the cocrystal 2-amino-4,6-dimethoxypyrimidine-anthranilic acid (1/ 1) K. Thanigaimani, P. T. Muthiah and D. E. Lynch
Comment
Aminopyrimidine-Carboxylate interactions are of fundamental importantance since they are involved in protein-nucleic acids recognition and protein-drug binding (Hunt et al., 1980; Baker & Santi, 1965) . Hydrogen bonding plays a key role in molecular recognition and crystal engineering research (Desiraju, 1989) . The adducts of carboxylic acids with 2-aminoheterocylic ring system form a graph-set motif R 2 2 (8) (Lynch & Jones, 2004) . This motif is very robust in aminopyrimidinecarboxylic acid/ carboxylates systems. The crystal structures of aminopyrimidine derivatives (Schwalbe & Williams, 1982) , aminopyrimidine carboxylates (Stanley et al., 2005) and co-crystals (Chinnakali et al., 1999) have been reported. The crystal structure of 2-amino-4,6-dimethoxy pyrimidine has also been reported (Low et al., 2002) . The crystal structures of 2-amino-4,6-dimethoxy pyrimidine 4-aminobenzoic acid (1/1) (Thanigaimani et al., 2006) , 2-amino-4,6-dimethoxy pyrimidine phthalic acid (1/1) (Thanigaimani et al., 2007a) , 2-amino-4,6-dimethyl pyrimidine cinnamic acid (1/2) (Balasubramani et al., 2005) and 2-amino-4,6-dimethyl pyrimidine 4-hydroxybenzoic acid (1/1) , have been recently reported from our laboratory. The crystal structure of anthranilic acid (Boone et al., 1977; Takazawa et al., 1986 ) is known. In the present study, the hydrogen-bonding patterns in the 2-amino-4,6-dimethoxypyrimidine anthranilic acid (1/1) cocrystal, (I), are investigated.
The asymmetric unit (Fig. 1) contains pair of molecules of 2-amino-4,6-dimethoxypyrimidine (A&B) and anthranilic acid (A&B). The carboxyl group of each anthranilic acid interacts with the corresponding 2-amino-4,6-dimethoxy pyrimidine molecule via a pair of N-H···O and O-H···N hydrogen bonds generating R 2 2 (8) ring motif. (Etter, 1990; Bernstein et al., 1995) . In both the types (A & B) inversion related bases are paired via (2) N-H···N(3) hydrogen bonds forming another type of R 2 2 (8) motif. This type of base pairing has been reported in the crystal structures of 2-amino-4,6-dimethylpyrimidinium salicylate and 2-amino-4,6-dimethoxypyrimidinium 4-hydroxybenzoate (Thanigaimani et al., 2007b) . The carboxyl oxygen atom (O3A) of anthranilic acid (Molecule A) is linked to 4-amino group (N4B) of anthranilic acid (Molecule B) via N-H···O hydrogen bonds. In each of the anthranilic acid molecule, there is a typical intramolecular hydrogen bond between the amino NH 2 group and the carboxylic group, (graph-set notation S6). There is also a C-H···O hydrogen bond involving atom C8B of the pyrimidine moiety and O4B of the anthranilic acid molecule. The π-π stacking interactions between the aromatic ring are also observed. The pyrimidine ring of 2-amino-4,6-diemthoxy pyrimidine (molecule A) forms stacking interactions with the aryl rings of the anthranilic acid (molecule A), with interplanar and centroidcentroid distance of 3.430 Å and 3.5436 (11) Å, respectively, and a slip angle (angle between the centroid vector and the normal to the plane) is 13.85°. A similar type of stacking is also observed between two 2-amino-4,6-dimethoxy pyrimidine (molecule B) related by an inversion centre. The centroid-centroid distance and interplanar distance are 3.5411 (10) Å and 3.380 Å, respectively, the slip angle being 17.33°. These are typical aromatic stacking values (Hunter, 1994) .
supplementary materials sup-2 Experimental
A hot methanol solution (20 ml) of 2-amino-4,6-dimethoxypyrimidine (38 mg, Aldrich) and anthranilic acid (34 mg, Loba Chemie) was warmed for half an hour over a water bath. The mixture was cooled slowly and kept at room temperature; after a few days, colourless plate-like crystals were obtained.
Refinement
The hydrogen atoms of the N4A (H4A1, H4A2) were located in difference Fourier map and refined freely. The other hydrogen atoms were positioned geometrically and were refined using a riding model. Least-squares matrix: full H atoms treated by a mixture of independent and constrained refinement 
